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Structures of monomer A from each of the available crystal structures were superimposed using the coordinates of the multimerisation domain. Individual positions of prFMN binding domain amino acids can differ by as much as 16 Å through a hinge motion in the alpha-helix connecting both domains (indicated by a *). The position of the conserved Leu residue is indicated in red spheres for L403 of PtHmfF. The Fdc crystal structure (in blue) can be described as a closed structure, and is the only one for which substrate complexes are available. Figure S8 : UV-vis spectra obtained for the P. thermopropionicum HmfF dimer mutant. Spectra are shown of the WT hexameric protein (solid line) or the dimer mutant (dashed line) co-expressed with UbiX. Spectra were normalised on the A 280 peak. The inset shows the close up of the cofactor related spectral features present in the 300 -800 nm region.
